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Bread wheat, the staple food for 35% of the world’s population, is the last major crop species to benefit from a reference genome sequence. In August 2018,
the International Wheat Genome Sequencing Consortium (IWGSC), published the first high quality reference sequence of the bread wheat variety Chinese
Spring (IWGSC RefSeq v1.0). With 2,400 members in 68 countries, the IWGSC is an international, collaborative consortium, established in 2005 by a group of
wheat growers, plant scientists, and public and private breeders focused on delivering genomic tools and resources for wheat improvement.

The IWGSC RefSeq v1.0 represents 94% of the hexaploid wheat genome organized in 21 chromosome-like pseudomolecules and identifies the structural
features of the wheat genome, including 107,891 high confidence gene in their genomic context, along with 4.7 million molecular markers. This sequence
allows for analyses to a level that has never been achieved before.

The IWGSC has now entered a new phase of its activities. In particular, an improved version of the reference sequence, IWGSC RefSeq v2.0, which closed a
number of gaps and corrected position and orientations of scaffolds, was released to the community in July 2019 under the Toronto pre-publication access
agreement. The development of annotation v2.0 integrating functional and manual annotation, as well as alignment with other genomic resources is also in

progress. Finally, a wheat diversity project has begun, aiming at completing high quality sequences of landraces representing the worldwide genetic diversity.
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Wheat genome deciphered, assembled, and ordered. IWGSC RefSeq v2.0
IWGSC RefSeq v1.0
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improvement in wheat in response to challenges imposed by population
expansion and climate change.
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IWGSC Collaboration with Arbor Biosciences
* Based on Chinese Spring (Hexaploid)

* Compatible with other cultivars

* Focused on high confidence exons

e 200 Mb of 17 Gbp genome

* 30x coverage with 18 Gb sequencing
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